A strategy of "sequence scanning" is proposed for rapid acquisition of sequence from clones such as bacteriophage P1 
The low coding density of many complex genomes presents special problems in the efficient identification of coding regions present in a background of largely noncoding DNA. Even when the region of interest is present in overlapping clones, conventional physical maps or maps of sequencetagged sites (STSs) provide insufficient sequence information to deduce a putative intron/exon structure. On the other hand, complete genomic sequencing of a large region may be impractical, either because the low coding density makes it cost ineffective or because suitable high-throughput sequencing technology is not available on site. Similar issues arise in exploring the sequence organization of a genomic region coding for a known cDNA or in comparative genomic analysis when it is desirable to compare, among diverse species, a region whose sequence organization is known in a related organism. Physical mapping yields too little information; genomic sequencing yields too much.
To solve such problems, it would be desirable to develop a sequencing strategy that enables rapid but light coverage of lengthy regions of DNA present in large-fragment DNA clones such as P1 clones, cosmids, or yeast artificial chromosomes.
The method we propose here combines the convenience and cost effectiveness of shotgun sequencing with the benefits of a directed strategy. This method is called sequence scanning. The sequence coverage is "light" because not all target sequences are included in double-stranded sequence: some regions are covered only by single-stranded sequence, and some regions are not covered at all. In a pure shotgun approach, such strategy would be fatal because the sequenced regions could not be ordered and oriented relative to each other. However, in sequence scanning, the directed strategy allows the sequenced regions to be assembled and the lengths and positions of the gaps to be identified. The The primers homologous to the pBlueScript plasmid adjacent to the polylinker are pBS-T3 (5'-CCTCACTAAAGG-GAACAAAAGCTGG-3', near the "Reverse M13RP1" primer annealing site) and pBS-T7 (5'-ACTCACTAT-AGGGCGAATTGGGTA-3', near the "Forward-21" primer annealing site). In the demonstration of spectrum PCR using the P1 clone B27-41, the primer 135-55T+ is 5'-ACCGATAT-GATGGCCGAGA-3' and the primer 135-55T+ is 5'-TAA-TTTGGGCGACCAGGAG-3'. The (1996) scanning, the STS at each end of each clone is ordered and spaced relative to neighboring ends in the process of walking, and this information is incorporated into the finished framework sequence. Finally, the turnaround time for each 
